1/21 
FcR-I 

• • . • • • • 

1 GCAGGAATTCGGCACGAGCCTCTGTCCTGCCAGCACCGAGGGCTCATCCATCCACAGAGC 60 

• • • • • • • 

61 AGTGCAGTGGGAGGAGACGCCATGACCCCCATCCTCACGGTCCTGATCTGTCTCGGGCCC 120 
1 MTPILTVLICL GP 13 

• • • • • • 

121 CTCCCCAAGCCCACCCTCTGGGCTGAGCCAGGCTCTGTGATCACCCAAGGGAGTCCTGTG 180 
14 LPKPTLWA E PGS VI TQGSP V 33 

• • • • • • 

181 ACCCTCAGGTGTCAGGGGAGCCTGGAGACGCAGGAGTACCATCTATATAGAGAAAAGAAA 240 
34 TLRC QGSLETQEYHLYREKK 53 

• • • • • • 

2 4 1 ACAGCACTCTGGATTACACGGATCCCACAGGAGCTTGTGAAGAAGGGCCAGTTCC.CCATC 300 
54 TALW I T RI PQELVKKGQFPI 73 

• • • • • • 

301 CTATCCATCACCTGGGAACATGCAGGGCGGTATTGCTGTATCTATGGCAGCCACACTGCA 360 
74LSITWEHAGRYCCIYGSHTA 93 

• • • • • * 

361 GGCCTCTCAGAGAGCAGTGACCCCCTGGAGCTGGTGGTGACAGGAGCCTACAGCAAACCC 4 2 0 
94 G L S E S S D P L E L V V T G A Y S K P .113 

• • • • • • 

4 2 1 ACCCTCTCAGCTCTGCCCAGCCCTGTGGTGACCTCAGGAGGGAATGTGACCATCCAGTGT 4 8 0 
114 TLSALPSP VVTSGGNVT IQC 133 

• • • • • • 

481 GACTCACAGGTGGCATTTGATGGCTTCATTCTGTGTAAGGAAGGAGAAGATGAACACCCA 540 
134 DSQVA FDGF. I LCKEGEDEHP 153 

541 CAATGCCTGAACTCCCATTCCCATGCCCGTGGGTCATCCCGGGCCATCTTCTCCGTGGGC 600 
154 QCLN SHS H ARGS S RAI FSVG 173 

• • • • • • 

601 CCCGTGAGCCCAAGTCGCAGGTGGTCGTACAGGTGCTATGGTTATGACTCGCGCGCTCCC 660 
174 PVSPSRRW SYRCYG'YDSRAP 193 

• • • • • • 

6 6 1 TATGTGTGGTCTCTACCCAGTGATCTCCTGGGGCTCCTGGTCCCAGGTGTTTCTAAGAAG 7 2 0 
194YVWSLPSDLLGLLVPGVSKK 213 

• « » ■ • * 

721 CCATCACTCTCAGTGCAGCCGGGTCCTGTCGTGGCCCCTGGGGAGAAGCTGACCTTCCAG 780 



FIG.1A 
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FcR-I 

214 PSLSVQ PGPVVAPGEKLTF.Q 233 



781 TGTGGCTCTGATGCCGGCTACGACAGATTTGTTCTGTACAAGGAGTGGGGACGTGACTTC 840 . 

234 CGSD AGYDRFVLYKEWGRDF 253 

i • • • • • 

8 4 1 CTCCAGCGCCCTGGCCGGCAGCCCCAGGCTGGGCTCTCCCAGGCCAACTTCACCCTGGGC 900 

254 LQRP. GRQP.QAGLSQAN FTLG 273 

• ••••• 

901 CCTGTGAGCCGCTCCTACGGGGGCCAGTACACATGCTCCGGTGCATACAACCTCTCCTCC 960 

274 PVSRS YGGQYTCS GAYNLSS 293 

961 GAGTGGTCGGCCCCCAGCGACCCCCTGGACATCCTGATCACAGGACAGATCCGTGCCAGA 1020 

294 EWSAPSDPL DI LI T G Q I R. A.. R 313 

• • • • • • 

1021 CCCTTCCTCTCCGTGCGGCCGGGCCCCACAGTGGCCTCAGGAGAGAACGTGACCCTGCTG 1080 

314 P FLSVRPGPTVASG ENVTLL 333 

• • • • • ■ 

1081 TGTCAGTCACAGGGAGGGATGCACACTTTCCTTTTGACCAAGGAGGGGGCAGCTGATTCC 1140 

334 CQ SQGGMHTFLLTKEGAADS 353 

1141 CCGCTGCGTCTAAAATCAAAGCGCCAATCTCATAAGTACCAGGCTGAATTCCGCATGAGT . 1200 

354 PLRLKS KRQS HKYQ AE F PMS 373 

1201 CCTGTGACCTCGGCCCACGCGGGGACCTACAGGTGCTACGGCTCACTCAGCTCCAACCCC 1260 

374 PVTS AHAGTYRCYGSLS SN P 393 

• t • t • • 

1261 TACCTGCTGACTCACCCCAGTGACCCCCTGGAGCTCGTGGTCTCAGGAGCAGCTGAGACC 1320 

394 YLLTH-PSDPL.ELVVSGAAET 413 

1321 CTCAGCCCACCACAAAACAAGTCCGACTCCAAGGCTGGTGAGTGAGGAGATGCTTGCCGT 1380 

414 L S PPQNKS D. SK'AGE *. 427 

• ••••• 

1 38 1 GATGACGCTGGGCACAGAGGGTCAGGTCCTGTCAAGAGGAGCTGGGTGTCCTGGGTGGAC 1440 

• • • • • • 

1441 ATTTGAAGAATTATATTCATTCCAACTTGAAGAATTATTCAACACCTTTAACAATGTATA 1500 

• • • • • 

1501 TGTGAAGTACTTTATTCTTTCATATTTTAAAAATAAAAGATAATTATCCATG 1552 



FIG.1B 
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Percent Similarity: 63.090 
Percent Identity: 45.0 64 

HMQDO2 0 . aa x PCg2RBos.aa 

• • a • • 

191 RAPYVWSLPSDLLGLLVPGVSKKPSLSVQPGPWAPGEKLTFQCGSDAGY 240 
I • • I • I • • I II* * I • I I • I • I - I • • 

• | ••••]• •{ • • • I * • I I • • • • I ♦ • I I ■ 1***1* 

6 PALLCLGLSVGLRTQVQAGTFPKPIIWAEPSSWPLGSSVTILCQGPPNT 55 

• • ■ • • 

241 DRFVLYKEWGRDFLQRPGRQPQAGLSQANFTLGPVSRSYGGQYTG-SGAYN 290 

• •I I M ! •• •••Ill •* I* • I • I II • 

56 KSFSLNKE. .GDSTPWNIHPSLEPWDKANFFISNVREQQAGRYHCS. .HF 101 

• • • • • 

291 LSSEWSAPSDPLDILITGQ IRARPFLSVRPGPTVASGENVTLLCQ 335 

:: : 1 1 . 1 1 : 1 1 1 : 1 : . I : :|.|| I I II 1 : 1 . 1 1 . 1 1 1 1 1 1 1 1 1 
102 IGVNWSEPSEPLDLLVAGEEPAGRLRDRPSLSVRPSPSVAPGENVTLLCQ 151 - 

• • • • • 

336 SQGGMHTFLLTKEGAADSPLRLKSKRQSHKYQAEFPMSPVTSAHAGTYRC 385 

I.. .Illl.|||||..l!ll:|. I. .11 1 II.: I II II II: I II II 

152 SGNRTDTFLLSKEGAAHRPLRLRSQDQDGWYQAEFSLSPVTSAHGGTYRC 201 

• • • • • 

386 YGSLSSNPYLLTHPSDPLELWSG AAETL SP 416 

I Ml. Mill. :||:||.|:|.: Il-.l : 

202 YRSLSTNPYLLSQPSEPLALLVADYTMQNLIRMGLAASVLLLLGILLCQA 251 

417 PQNKSDSKAGE 427 

252 RHDHGGAREAA 262 « 
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FcRII 

t • • • • • 

1 ACCCACGCGTCCGCACTCTAGCGGTATCTGCCCACCATGGCCCTGGTGCTGATCGTGCAG 60 
1 . M A L V L I L 0 8 

• i • • » • 

61 CTGCTGACCCTCTGGCCTCTGTGTCACACAGACATCACTCCGTCTGTCCCCCCAGCTTCA 120 
9 LLTLWPLCHT D I T P S V P P A S 28 

• t • • • • 

- 121 TACCACCCTAAGCCATGGCTGGGAGCTCAGCCGGCTACAGTTGTGACCCCTGGGGTCAAC 180 
29 Y H PKPWLGAQPATVVT PGVN 48 

• • • • • • 

181 GTGACCTTGAGATGCCGGGCACCCCAACCCGCTTGGAGATTTGGACTTTTCAAGCCTGGA 240 
49VTLRCRAPQ PAWRFGLFKP. G " 68 

• • • t • • 

241 GAGATCGCTCCCCTTCTCTTCCGGGATGTGTCCTCCGAGCTGGCAGAATTCTTTCTGGAG 300 
69 EI. APLLFRDVSSELAEFFLE 88 

• • • • • • 

301 GAGGTGACTCCAGCCCAAGGGGGAAGTTACCGCTGCTGCTACCGMGGCCAGACTGGGGG 360 
89 E V T PAQGGSY RC CYRRPDWG 108' 

• • ■ # • • 

361 CCGGGTGTCTGGTCCCAGCCCAGCGATGTCCTGGAGCTGCTGGTGACAGAGGAGCTGCCG 420 
109PGVWSQPSDVLELLVTEEL.P 128 

• • • • • • 

421 CGGCCGTCGCTGGTGGCGCTGCCCGGGCCGGTGGTGGGTCCTGGCGCCAACGTGAGCCTG 480 
129 RPSLVALPGPVVGPGANV. SI 148 

• • • • • • 

481 CGCTGCGCGGGCCGCCTGCGGAACATGAGCTTCGTGCTGTACCGCGAGGGCGTGGCGGCC 540 
149 R C A G R L R N M S F V L Y R E G V A A 168 

• « • . • • • 

541 CCGCTGCAGTACCGCCACTCCGCGCAGCCCTGGGCCGACTTCACGCTGCTGGGCGCCCGC 600 
169PLQYRHSAQPWADFTLLGAR 188 

• • ■ • • ■ 

601 GCCCCCGGCACCTACAGCTGCTACTATCACACGCCCTCCGCGCCCTACGTGCTGTCGCAG 660 
189APGTYSCYYHTPSAPYVLSQ 208 



FIG. 4A 



6/21 
FcRII 

• » • • • • 

661 CGCAGCGAGGTGCTGGTCATCAGCTGGGMGACTCTGGCTCCTCCGACTACACCCGGGGG 720 
209 R S E V L V I S W E D S G S S D Y T R G 228 

• • • » • • 

721 MCCTAGTCCGC CTGGGGCTGGC CGGGC TGGTCCTCAT CTCCCTGGGCGC GCTGGTCACT 780 
229 N L V R L G L A G L V L I S L G A L V T 248 

781 TTTGACTGGCGCAGTCAGMCCGCGCTCCTGCTGGTATCCGCCCCTGAGCCCCAGGAGCA 840 
249 FDWRSQNRAPAGIRP* 263 

• a t • t 

841 CTGCAGCCCGAGACTTCCAACCTGAGTGGCGGAGAAGCTGGGACCCTGGGCTGGACTGTC 900 

• • t • • • 

901 CTTTCCTGCAGCCCCACAGTCCTGCTGGCTGAGCTCCGCGGAACGGTCCTTAGACCCCGC 960 

• ••••• 

961 TGTGCCCTGTGCTGTAGCTTCTTTCCAGGCCTTTCCCAAGGAGTAGCTGAMGGMGACG 1020 

1021 CGATTAGTGGTTAAGACTTCCMGCCAGMGACAGAGGGTTCGAATCCCAGCACTGCCGT 1080 

1081 CTACTCACTGTAGTAGTAGCAGCTACAGAMGGTAGTAGTGAGACGTGMGCCAGCTGGA 1140 

1141 CTTCCTGGGTTGAATGGGGACCTGGAGAACTTTTCTGTCTTACAAGAGGATTGTAAAATG 1200 

1201 GACCAATCAGCACTCTGTMGATGGACCAATCAGCGCTCTGTAAAATGGACCAATCAGCA 1260 

• ••••• 

1261 GGACATGGGCGGGGACAATAAGGGAATAAAAGCTGGCGAGCGCGGCACCCCACCAGAGTC 1320 
1321 TGCTTCCACGCTGTGGGAGCTTTGTTCTCTTGCTCTACACMTAAATCTTGCTGCTGCTA 1380 

t # • 

1381 MmASASAMAAASMMMMASAAM 1410 

FIG.4B 
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Percent Similarity: 54.400 1 
Percent Identity: 37 . 600. 

HDPMK33 . aa x FCg2RBos . aa 

■ ■ • • • 

5 LILQLLTLWPLCHTDITPSVPPASYHPKPWLGAQPATWTPGVNVTLRCR 54 

: I .|:.| I: III : |:|..||. I .||: |. 

1 MAPTLPALLCLGLSVGLRTQVQAGTFPKPIIWAEPSSWPLGSSVTILCQ 50 

• • • • • 

55 APQPAWRFGLFKPGEIAPLLFRDV. . SSELAEFFLEEVTPAQGGSYRCCY 102 

:|. ...|:| 1. 1: .|: ::. ..: |:||:.:| ..|:|.|:|: 
51 GPPNTKSFSLNKEGDSTPWNIHPSLEPWDKANFFISNVREQQAGRYHCS. 99 

• • • • • 

103 RRPDWGPGVWSQPSDVLELLVTEELP RPSLVALPGPWGPGANV 146 

.: .. 1 1: 1 1:. I: ML: I I 1 1 1 1 ■ hi hlhlh 

100 ...HFIGVNWSEPSEPLDLLVAGEEPAGRLRDRPSLSVRPSPSVAPGENV 146 

• • • • • 

147 SLRCAGRLRNMSFVLYREGVAA.PLQYRHSAQP. . . WADFTL . . LGARAP 190 

.11.: h .hi :lhl ||..| .|. hhl :.. . 
147 TLLCQSGNRTDTFLLSKEGAAHRPLRLRSQDQDGWYQAEFSLSPVTSAHG 196 

• • • • » 

191 GTYSCYYHTPSAPYVLSQRSEVLVISWEDSGSSDYTRGNLVRLGLAGLVL 240 

1 1 hi I ...| hi I hi |.|. : - 1 1 1 . . 1 1 : 1 : 1 M : II 

197 GTYRCYRSLSTNPYLLSQPSEPLALL VADYTMQNLIRMGLAASVL 241 

• • 

241 ISLGALVTFDWRSQNRAPAGIRP 263 
•III- • • • I * I 

• || I** •••••• |* 

242 LLLGILLCQMHDHGGAREAARS 264 

FIG. 5 
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FcR-III 

• • • i ■ • 

1 GCAGGMTTCGGCACGAGCAGCACTGAGGGCTCATCCCTCTGCAGAGCGCGGGGTCACCG ' 60- 

• • • • • • . 

61 GMGGAGACGCCATGACGCCCGCCCTCACAGCCCTGCTCTGCCTTGGGCTGAGTCTGGGC 120 
1 " MTPALTALLCL'GLSLG 16 

■ • • • • i 

121 CCCAGGACCCGCGTGCAGGCAGGGCCCTTCCCCAAACCCACCCTCTGGGCTGAGCCAGGC 180 
17PRTR. VQAGPFPKPTLWAEPG 36 

• ••••• 

181 TCTGTGATCAGCTGGGGGAGCCCCGTGACCATCTGGTGTCAGGGGAGCCTGGAGGCCCAG 240 
37SVISWGSPVTIWCQGSLEAQ 56 

• • • • t • 

241 GAGTACCAACTGGATAAAGAGGGAAGCCCAGAGCCCTTGGACAGAAATAACCCACTGGAA 300 
57EYQLDKE G S PEPLDRNNPLE 76 

• ••••• 

301 CCCAAGAACMGGCCAGATTCTCCATCCCATCCATGACACAGCACCATGCAGGGAGATAC 360 
77 PKNKARFSI PSMTQHHAGRY 96 

• • • t • • 

361 CGCTGCCACTATTACAGCTCTGCAGGCTGGTCAGAGCCCAGCGACCCCCTGGAGCTGGTG 420 
97RCHYYSSAGWSEPSDPLELV 116 

421 ATGACAGGAGCCTATAGCAAACCCACCCTCTCAGCCCTGCCCAGCCCTGTGGTGGCCTCA 480 
117 M T G A Y S K P T L S A L P S P V V A S 136 

• • • • t • 

481 GGGGGGAATATGACCCTCCGATGTGGCTCACAGMGAGATATCACCATTTTGTTCTGATG 540 
137GGNMTLRCGSQKRYHHFVLM 156 

• ••••• 

541 AAGGAAGGAGAACACCAGCTCCCCCGGACCCTGGACTCACAGCAGCTCCACAGTGGGGGG 600 
157 K E G E H Q L P R T L D S Q Q L H S G G - 176 

• • • • • • 

601 TTCCAGGCCCTGTTCCCTGTGGGCCCCGTGMCCCCAGCCACAGGTGGAGGTTCACATGC 660 
177FQALFPVGPVNPSHRWRFTC 196 

FIG. 7A 
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FcR-III 

661 TATTACTATTATATGMCACCCCCCGGGTGTGGTCCCACCCCAGTGACCCCCTGGAGATT 720 

197YYYYMNTPRVWSHPSDPLEI 216 

721 CTGCCCTCAGGCGTGTCTAGGAAGCCCTCCCTCCTGACCCTGCAGGGCCCTGTCCTGGCC 780 

217 L P S G V S R K P S L L T L Q G P V L A 236 

• • • • • • 

781 CCTGGGCAGAGCCTGACCCTCCAGTGTGGCTCTGATGTCGGCTACGACAGATTTGTTCTG 840 

237 PGQSLTIQCGS DVGYDRFVL 256 

• • • # • • 

841 TATAAGGAGGGGGAACGTGACTTCCTCCAGCGCCCTGGCCAGCAGCCCCAGGCTGGGCTC 900 

257 Y K E G E R D F L Q R P G Q Q P Q A G L "276 

901 TCCCAGGCCAACTTCACCCTGGGCCCTGTGAGCCCCTCCAATGGGGGCCAGTACAGGTGC 960 

277 SQANFTLGPVSPSNGGQYRC 296 

• • • • • » 

961 TACGGTGCACACAACCTCTCCTCCGAGTGGTCGGCCCCCAGCGACCCCCTGAACATCCTG 1020 

297 Y G A H N L S S E W S A P S D P L N I L 316 

1021 ATGGCAGGACAGATCTAT.GACACCGTCTCCCTGTCAGCACAGCCGGGCCCCACAGTGGCC 1080 

317 M A G Q I Y D T V S L S A Q P G P T V A 336 

• • • • • • 

1081 TCAGGAGAGAACGTGACCCTGCTGTGTCAGTCATGGTGGCAGTTTGACACTTTCCTTCTG 1140 

337 SGENVTLLCQSWWQFDTFLL 356 

• • • it* 

1141 ACCAAAGAAGGGGCAGCCCATCCCCCACTGCGTCTGAGATCAATGTACGGAGCTCATAAG 1200 

357 T K E G A A H P P L R L R S M Y G A H K 376 

• » i • • • 

1201 TACCAGGCTGAATTCCCCATGAGTCCTGTGACCTCAGCCCACGCGGGGACCTACAGGTGC 1260 

377 Y Q A E F P M S P V T S A H A G T Y R C 396 

• • • i • • 

1261 TACGGCTCACGCAGCTCCAACCCCTACCTGCTGTCTCACCCCAGTGAGCCCCTGGAGCTC 1320 

397 Y G S R S S N = P Y L L S H P S E P L E L 416 



FIG. 7B 
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FcR-III 

• ■ • • • ■ 

1321 GTGGTCTCAGGACACTCTGGAGGCTCCAGCCTCCCACCCACAGGGCCGCCCTCCACACCT .' 1380 ' 

417VVSGHSGGSSLPPT.GPP.STP 436 

1381 GGTCTGGGAAGATACCTGGAGGTTTTGATTGGGGTCTCGGTGGCCTTCGTCCTGCTGCTC 1440 

437 G L G R Y L E V L I G. V S V A F V L L L 456 

1441 TTCCTCCTCCTCTTCCTCCTCCTCCGACGTCAGCGTCACAGCAMCACAGGACATCTGAC 1500 

457 FLLLFLLLRRQRHSKHRTSD 476 

1501 CAGAGAAAGACTGATTTCCAGCGTCCTGCAGGGGCTGCGGAGACAGAGCCCAAGGACAGG 1560 

477 Q R K T D F Q R -P A G A A E T E P K D R ~ 496 

• • • t # • 

1561 GGCCTGCTGAGGAGGTCCAGCCCAGCTGCTGACGTCCAGGAAGAAAACCTCTATGCTGCC 1 620 

497 GLLRRSSPAADVQEENLYAA 516 

• • • • i • 

1621 GTGAAGGACACACAGTCTGAGGACGGGGTGGAGCTGGACAGTCAGAGCCCACACGATGAA 1 680 

517VKDTQSEDGVELDSQS P.HDE 536 

t • • • • • 

1681 GACCCCCACGCAGTGACGTATGCCCCGGTGAAACACTCCAGTCCTAGGAGAGAAATGGCC 1740 

537 D P H A V T Y A P V K H S S P R R E M A 556 

• • • • • » 

1741 TCTCCTCCTTCCCCACTGTCTGGGGAATTCCTGGACACAAAGGACAGACAGGCAGAAGAG 1800 

557 S P P S P L S G E F L D T K D R Q A E E 576 

1801 GACAGACAGATGGACACTGAGGCTGCTGCATCTGMGCCTCCCAGGATGTGACCTACGCC 1860 

577 D R Q M D T E A A A S E A S Q D V T Y A 596 

1861 CAGCTGCACAGCTTGACCCTTAGACGGAAGGCMCTGAGCCTCCTCCATCCCAGGAGTTC 1920 

597 Q L H S L T L R R K A T E P P P S Q E F 616 

• ■ • • t » 

1921 GAGTCAGTCAGATCAGCATTGTGAGGCCCCATCTCTACAAAAMTAAAACCAGTCCGGCG 1980 . 

617 E S V R S A L * 623 



1981 TGGTGGCACAA 1991 



FIG. 7C 
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Percent Similarity: 69.697 
Percent Identity: 53.7 88 
HMPAP73.aa x FCg2RBps.aa 

1 MTPALTALLCLGLSLGPRTRVQAGPFPKPTLWAEPGSVISWGSPVTIWCQ 50 

I.M .! I M Ml I: II. INI. MM. :||||:||:.:||. 111:11 
1 MAPTLPALLCLGLSVGLRTQVQAGTFPKPIIWAEPSSWPLGSSVTILCQ 50 

51 GSLEAQEYQLDKEGSPEPLDRNNPLEPKNKARFSIPSMTQHHAGRYRCHY 100 

I. Mill... I:: : . I II . : II . II . . : :::llll:l . 

51 GPPNTKSFSLNKEGDSTPWIHPSLEPWDKANFFISNVREQQAGRYHCSH 100 

• • • » • 

101 YSSAGWSEPSDPLELVMTGAYSKPTLSALPSPVVASGGNMTLRCGSQKRY 150 

: :..|||M:||:|::.|. • 
101 FIGVNWSEPSEPLDLLVAGEEP. 122 

• • • • 

151 HHFVLMKEGEHQLPRTLDSQQLHSGGFQALFPVGPVNPSHRWRFTCYYYY 200 
122 122 

• • • • # 

201 MNTPRVWSHPSDPLEILPSGVSRKPSLLTLQGPVLAPGQSLTLQCGSDVG 250 
122 122 

• • • • • 

251 YDRFVLYKEGERDFLQRPGQQPQAGLSQANFTLGPVSPSNGGQYRCYGAH 300 

122 122 

■ • • • i 

301 NLSSEWSAPSDPLNILMAGQIYDTVSLSAQPGPTVASGENVTLLCQSWWQ 350 

II.: I -III. .1:1. II. II I II III I . 

123 AGRLRDRPSLSVRPSPSVAPGENVTLLCQSGNR 155 

• ■ • * ■ 

351 FDTFLLTKEGAAHPPLRLRSMYGAHKYQAEFPMSPVTSAHAGTYRCYGSR 400 

Mill. Illlll. Mill -II 1 1 1- :l 1 1 1 1 1 1:1 1 1 1 1 1 I 
156 TDTFLLSKEGAAHRPLRLRSQDQDGWYQAEFSLSPVTSAHGGTYRCYRSL 205 

■ • • • • 

401 SSNPYLLSHPSEPLELWSGHSGGSSLPPTGPPSTPGLGRYLEVLIGVSV 450 

I.M I 1 11:1 1 II I.I: I.:.. :: II ::: 

206 STNPYLLSQPSEPLALLVADYT MQNLIRMGL 236 

451 AFVLLLFLLLFLLLRRQRHSKHRTSDQR 478 

I : 1 1 : 1 : : I I : I : I F\G 8 

237 AASVLLLLGILLCQARHDHGGAREAARS 264 riVJl ° 
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FcR-IV 

• * * ' • • 

1 GGMTTCCGGGAGGAGACGCCATGATCCCCACCTTCACGGCTCTGCTCTGCCTCGGGCTG 60 

1 MIPTFTALLCLGL 13 

61 AGTCTGGGCCCCAGTACCCACATGCAGGCAGGGCCCCTCCCCAMCCCACCCTCTGGGCT 120 

14 S L G PSTHMQAGPLPKPTLWA 33 

121 . GAGCCAGGCTCTGTGATCAGCTGGGGGAACTCTGTGACCATCTGGTGTCAGGGGACCCTG ' 180 . 

34 E P G S V I S W G N S V T I W C Q G T L 53 

181 GAGGCTCGGGAGTACCGTCTGGATAMGAGGAAAGCCCAGCACCCTGGGACAGACAGAAC 240 

54 EAREYRLDKE E S PAPWDRQN 73 

241 CCACTGGAGCCCAAGAACAAGGCCAGATTCTCCATCCCATCCATGACAGAGGACTATGCA 300 

74PLEPKNKARFSIPSMTEDYA 93 

• «•••• 

301 GGGAGATACCGCTGTTACTATCGCAGCCCTGTAGGCTGGTCACAGCCCAGTGACCCCCTG 360 

94GRYRCYYRSPVGWSQPSDPL 113 

361 GAGCTGGTGATGACAGGAGCCTACAGrAAACCCACCCTTTCAGCCCTGCCGAGTCCTCTT 420 

114 E LVMTGAY SK PTLSALP S PL 133 

421 GTGACCTCAGGAAAGAGCGTGACCCTGCTGTGTCAGTCACGGAGCCCMTGGACACTTTT 480 

134 V T S G K S V T L L C Q S R S P M D T F 153 

• • • • • • - 

481 CTTCTGATCAAGGAGCGGGCAGCCCATCCCCTACTGCATCTGAGATCAGAGCACGGAGCT 540 

154 L L I K E R A A H P L L H L R S E H G A 173 

541 CAGCAGCACCAGGCTGMTTCCCCATGAGTCCTGTGACCTCAGTGCACGGGGGGACCTAC 600 

174QQHQAEFPMSPVTSVHGGTY 193 

t ■ t « • i 

601 AGGTGCTTCAGCTCACACGGCTTCTCCCACTACCTGCTGTCACACCCCAGTGACCCCCTG 660 

194RCFSSHGFSHYLLSHPSDPL 213 

661 GAGCTCATAGTCTCAGGATCCTTGGAGGGTCCCAGGCCCTCACCCACAAGGTCCGTCTCA 720 

214 ELIVSGSLEGPRPSPTRSVS 233 



FIG. 10A 
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FcR-IV 



721 ACAOTGCAGGCCCTGAGGACCAGCCCCTCATGCCTACAGGGTCAGTCCCCCACAGTGGT 780 ■ 

234 T A A G P E D Q P L M P T G S V P fi S G • 253- ' 

781 CTGAGAAGGCACTGGGAGGTACTGATCGGGGTCTTGGTGGTCTCCATCCTGCTTCTCTCC 840 

254 L R R B I E V L I G V L V V S I L L L S 273 

• • * • • • 

841 CTCCTCCTCTTCCTCCTCCTCCAACACTGGCGTCAGGGAAAACACAGGACATTGGCCCAG 900 

274.LLLFLLLQHWRQGKHRTLAQ 293 

t ■ i • • • 

901 AGACAGGCTGATTTCCAACGTCCTCCAGGGGCTGCCGAGCCAGAGCCCAAGGACGGGGGC 960 

294 R Q A D F Q R P P G A A E P E P K D G G 313 

961 CTACAGAGGAGGTCCAGCCCAGCTGCTGACGTCCAGGGAGAAAACTTCTGTGCTGCCGTG 1020 
314 L Q R R S S P A A D V Q G E N F C A A V 333 

• • • t • • 

1021 AAGGACACACAGCCTGAGGACGGGGTGGAAATGGACACTCGGCAGAGCCCACACGATGAA 1080 
334 K D T Q P E D G V E M D T R Q S P H D E 353 

1081 GACCCCCAGGCAGTGACGTATGCCAAGGTGAAACACTCCAGACCTAGGAGAGAAATGGCC 1140 
354 D P Q A V T Y A K V K H S R P R R E M A 373 

1141 TCTCCTCCCTCCCCACTGTCTGGGGAATTCCTGGACACAAAGGACAGACAGGCAGAAGAG ' 1200 
374 S P P S P L S G E F L D T K D R Q A E E 394 

• t f • • » 

1201 GACAGACAGATGGACACTGAGGCTGCTGCATCTGAAGCCCCCCAGGATGTGACTACGCCC 1260 
395 D R Q M D T E A A A S E A P Q D V T T P 413 

12 61 GGCTGCACAGCTTTACCCTCAGACAGAAGGCAACTGAGCCTCCTCCATCCCAGGAAGGGG 1320 
414 G C T A L P S D R R Q L S L L H P R K G 433 

» • • • • • 

1321 CCTCTCCAGCTGAGCCCAGTGTCTATGCCACTCTGGCCATCCACTAATCCAGGGGGGACC 1380 ■ 
434 PLQLSPVSMPLWP'STHPGGT 453 

1381 CAGACCCCACAAGCCATGGAGACTCAGGACCCCAGAAGGCATGGAAGCTGCCTCCAGTAG 1440 
454 QT. PQAMETQDPRRHGSCLQ* 472 



1441 ACATCACTGAACCCCAGCCAGCCCAGACCCCTGACACAGACCA'CTAGAAGATTCCGGGAA 1500 
1501 CGTTGGGAGTCACCTGATTCTGCAAAGATAAATAATATCCCTGCATTATC 1550 FIG- 
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Percent Similarity: 67.969 Percent Identity: 50.781 



HMSHH46new.aa x FCg2RBos.aa 

• • • • • 

1 MI PT FT ALLCLGLSLGPS THMQAGPL PKPTLWAE PGSVI SWGNS VT I WCQ 50 

I I I! 1 1 1 1 hi . I :: 1 1 1 .: 1 1 1 .: 1 1 1 1 : 1 1 : .: 1 . 1 1 1 1 : 1 1 - 
1 MAPTLPALLCLGLSVGLRTQVQAGTFPKPIIWAEPSSWPLGSSVTILCQ 50 

• • • • • 

51 GTLEARE YRL DKEE S PAPWDRQNPLE PKNKARFS I P SMTE D YAGRYRC Y Y 100 

I. :.:.:.|:||:...||: : .|||.:||.| |..: |: 1 1 1 1 : 1 , 

51 GPPNTKSFSLNKEGDSTPWNIHPSLEPWDKANFFISNVREQQAGRYHCSH 100 



101 RSPVGWSQPSDPLELVMTGAYS KPTLSALPSPLVTSGKSVTLLC 144 

.|.||:||:||:|::.|. . :|.||. Ill |..|..||||| 
101 FIGVNWSEPSEPLDLLVAGEEPAGRLRDRPSLSVRPSPSVAPGENVTLLC 150 

• • . • • • 

145 QSRSPMDTFLLIKERAAHPLLHLRSEHGAQQHQAEFPMSPVTSVHGGTYR 194 

II ..Mill II III. hill: 1 1 1 1. :| 1 1 i I- II 1 1 1 1 

151 QSGNRTDTFLLSKEGAAHRPLRLRSQDQDGWYQAEFSLSPVTSAHGGTYR 200 



195 CFSSHGFSHYLLSHPSDPLELIVSGSLEGPRPSPTRSVSTAAGPEDQPLM 244 

I:. I .: ..||||:||:||.|:| I : • I I : 

201 CYRSLSTNPYLLSQPSEPLALLV. ADYTMQNLI 232 ' 

• • • • • 

245 PTGSVPHSGLRRHWEVLIGVLWSILLLSLLLFLLLQHWRQGKHRTLAQR 294 



• • i • 



233 RMG LAASVLLLLGILL. . . . . . CQARHDHGGAR 259 

295 QAD 297 



260 EAA 262 



FIG. 11 
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FcR-V 



1 GCAGGMTTCGGCACGAGCAGAGCAGGGCAGTGGGAGGAGACGCCATGACCCCCATCCTC 60 . 
1 M T P I L 5 

61 ACGGTCCTGATCTGTCTCGGGCTGAGTCTGGGCCCCAGGACCCACGTGCAGGCAGGGCAC 120 
'6 T V L I C L G L S L G P R T H V Q A G H 25 

121 CTCCCCAAGCCCACCCTCTGGGCTGAGCCAGGCTCTGTGATCATCCAGGGAAGTCCTGTG 180 
26 L P K P T L « A E P G S V I I Q G S P V 45 

• t • * • • • 

181 ACCCTCAGGTGTCAGGGGAGCCTTCAGGCTGAGGAGTACCATCTATATAGGGAAAACAAA 240 
46TLRCQGSLQAEEYHLYRENK 65 

241 TCAGCATCCTGGGTTAGACGGATACAAGAGCCTGGGAAGAATGGCCAGTTCCCCATCCCA ..300... 
66SASWVRRIQEPGKNGQFPIP 85 

301 TCCATCACCTGGGAACACGCAGGGCGGTATCACTGTCAGTACTACAGCCACAATCACTCA 360 

86SITWEHAGRYHCQYYSHNHS 105 

361 TCAGAGTACAGTGACCCCCTGGAGCTGGTGGTGACAGGAGCCTACAGCAAACCCACCCTC 420 

106 SEYSDPLELVVTGAY.SKPTL 125 

421 TCAGCTCTGCCCAGCCCTGTGGTGACCTTAGGAGGGAACGTGACCCTCCAGTGTGTCTCA 480 

126 SALPSPVVTLGGNVTLQCVS 145 

481 CAGGTGGCATTTGACGGCTTCATTCTGTGTAAGGAAGGAGAAGATGAACACCCACAACGC 540 

146QVAFDGFILCKEG-E DEHPQR 165 

541 CTGAACTCCCATTCCCATGCCCGTGGGTGGTCCTGGGCCATCTTCTCCGTGGGCCCCGTG 600 

166 L N S H S H A R G W S W A I F S V G P V 185 

601 AGCCCGAGTCGCAGGTGGTCGTACAGGTGCTATGCTTATGACTCGAACTCTCCCTATGTG 660 

186 S P S R R B S Y R C Y A Y D S N S P Y V 205 

661 TGGTCTCTACCCAGTGATCTCCTGGAGCTCCTGGTCCCAGGTGTTTCTAAGAAGCCATCA 720 

206 W S L P S D L L E L L V P G V S K K P S 225 

721 CTCTCAGTGCAGCCAGGTCCTATGGTGGCCCCTGGGGAGAGCCTGACCCTCCAGTGTGTC 780 

226 L S V Q P G P M V A P G E S L T L Q C V 245 

781 TCTGATGTCGGCTACGACAGATTTGTTCTGTATAAGGAGGGAGAACGTGACTTCCTCCAG 840 

246 SDVGYDRFVLYKEGERDFLQ 265 



FIG. 13A 
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FcR-V 

841 CGCCCTGGTTGGCAGCCCCAGGCTGGGCTCTCCCAGGCCMCTTCACCCTGGGCCCTGTG 900 

266 R P G'fl Q P Q A G L S Q A N F T L. G P V 285. 

• • • • • • • 

901 AGCCCCTCCCACGGGGGCCAGTACAGATGCTACAGTGCACACAAGCTCTCCTCCGAGTGG 960 

286 S PSHGGQYRCYSAHNLSSEW 305 

961 TCGGCCCCCAGTGACCCCCTGGACATCCTGATCACAGGACAGTTCTATGACAGACCCTCT 1020 

306 SAPS. DPLDILITGQFYDRPS 325 

1021 CTCTCGGTGCAGCCGGTCCCCACAGTAGCCCCAGGAAAGMCGTGACCCTGCTGTGTCAG 1080 

326 L S V Q P V P T V A P G K N V T L L C Q 345 

1081 TCACGGGGGCAGTTCCACACTTTCCTTCTGACCAAGGAGGGGGCAGGCCATCCCCCACTG .1140. 

346 S R G Q F H T F L L T K E G A G H P P L 365' 

1141 . CATCTGAGATCAGAGCACCAAGCTCAGCAGAACCAGGCTGMTTCCGCATGGGTCCTGTG 1200 

366 H LRSEHQAQ'QN Q A E FRMG'PV 385 

1201 ACCTCAGCCCACGTGGGGACCTACAGATGCTACAGCTCACTCAGCTCCAACCCCTACCTG 12 60 

386 TSAHVGTYRCYSSLSSNPYL 405 

* » • i • • 

1261 CTGTCTCTCCCCAGTGACCCCCTGGAGCTCGTGGTCTCAGCATCCCTAGGCCAACACCCC 1320 

406 1 S L P S D P 1 E L V V S A S L G Q H P 425 

« • • • • • 

1321 CAGGATTACACAGTGGAGAATCTCATCCGCATGGGTGTGGCTGGCTTGGTCCTGGTGGTC 1380 

426 Q D Y T V E N L I R M G V A G L V L V V 445 

1381 CTCGGGATTCTGCTATTTGAGGCTCAGCACAGCCAGAGAAGCCTACAAGATGCAGCCGGG 1440 

446 L G I L L F E A Q fi S Q R S L Q D A A G 465 

» * i • » • 

1441 AGTGAACAGCAGAGAGGACAATGCATCCTTCAGCGTGGTGGAGCCTCAGGGACAGATCTG 1500 

466 SEQQRGQCILQRGGASGTDL 485 

1501 ATGATCCCAGGAGGCTCTGGAGGACMTCTAGGACCTACATTATCTGGACTGTATGCTGG 1560 

486 M I P G G S G G Q S R T Y I I fi T V C W 505 

...... 

1561 TCATTTCTAGAGACAGCAATCAATATTTGAGTGTAAGGAAACTGTCTGGGGTGATTCCTA 1620 

506 S F L E T A I N I * 514 

1621 GAAGATCATTAMCTGTGGTACATTTTTTTGTCTATG 1657 
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Percent Similarity: 70.722 Percent Identity: 55.513 
HMAAB68 . aa x FCg2RBos.aa 

• • • • • 

1 MTPI LT VLI CLGLSLGPRTHVQAGHLPKPTLWAE PGSVI I QGS PVTLRCQ 50 

|.|.|..|:| 1 1 ! I:! 11:1111 : 1 1 1 . : 1 1 1 1 : 1 1 : 11.11: II 
1 MAPTLPALLCLGLSVGLRTQVQAGTFPKPIIWAEPSSWPLGSSVTILCQ 50 

51 GSLQAEEYHLYRENKSASW.VRRIQEPGKNGQFPIPSITWEHAGRYHCQY 99 

I : I :|..|..| ::. II ..:.| I..: ::llllll . 

51 GPPNTKSFSLNKEGDSTPWNIHPSLEPWDKANFFISNVREQQAGRYHCSH 100 

• • • • • 

100 YSHNHSSEYSDPLELWTGAYSKPTLSALPSPWTLGGNVTLQCVSQVAF 149 

: :.|| 1:11:1:1.1 

101 FIGVNWSEPSEPLDLLVAG 119 

• • • • • 

150 DGFILCKEGEDEHPQRLNSHSHARGWSWAIFSVGPVSPSRRWSYRCYAYD 199 
:|.:.||. 

120 EEPAGRLR 127 

• • • • • 

200 SNSPYVWSLPSDLLELLVPGVSKKPSLSVQPGPMVAPGESLTLQCVSDVG 249 
127 127 

• ■ • • • 

250 YDRFVLYKEGERDFLQRPGWQPQAGLSQANFTLGPVSPSHGGQYRCYSAH 299 

127 127 

• • • • • 

300 NLS SEWSAPS DPLDI LI TGQFYDRPSLSVQPVPTVAPGKNVTLLCQSRGQ 349 

II II 1 1 1-1 LI MM II Ml II .. 

128 DRPSLSVRPSPSVAPGENVTLLCQSGNR 155 

• • • • . • 

350 FHTFLLTKEGAGHPPLHLRSEHQAQQNQAEFRMGPVTSAHVGTYRCYSSL 399 

' .1111. 1111:1. Ihlll:. I.. 1 1 1 1 .:: 1 1 1 1 1 1 . 1 1 1 1 1 1 . 1 1 
156 TDTFLLSKEGAAHRPLRLRSQDQDGWYQAEFSLSPVTSAHGGTYRCYRSL 205 

400 SSNPYLLSLPSDPLELWSASLGQHPQDYTVENLIRMGVAGLVLWLGIL 449 

I. Illlll ll:||.|:|. I i I : : 1 1 I E I i : I : ll::|lll 

206 STNPYLLSQPSEPLALLVA DYTMQNLIRMGLAASVLLLLGIL 247 

450 LFEAQHSQRSLQDAAGS 466 

I :!•!•: : .:ll I • F|G 14 

248 LCQARHDHGGAREAARS 264 I iw. it 
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